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Data collection
Bruker APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2005) T min = 0.964, T max = 0.987 48383 measured reflections 10835 independent reflections 6967 reflections with I > 2(I) R int = 0.048 Refinement R[F 2 > 2(F 2 )] = 0.065 wR(F 2 ) = 0.124 S = 1.02 10835 reflections 631 parameters H-atom parameters constrained Á max = 0.29 e Å À3 Á min = À0.24 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1, Cg2 and Cg4 are the centroids of the C1A-C6A, C10A-C15A and C10-C15B rings, respectively. Symmetry codes: (i) x À 1; y; z; (ii) x; Ày þ 3 2 ; z þ 1 2 ; (iii) Àx þ 1; Ày þ 1; Àz þ 1; (iv) Àx þ 1; y À 1 2 ; Àz þ 1 2 ; (v) x; Ày þ 1 2 ; z À 3 2 ; (vi) x þ 1; y; z.
Data collection: APEX2 (Bruker, 2005) ; cell refinement: SAINT (Bruker, 2005) ; data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 activities (Shibata, 1994) as well as HIV-1 protease inhibitory (Tewtrakul et al., 2003) , tyrosinase inhibitory (Khatib et al., 2005) and nitric oxide inhibitory (Rojas et al., 2002) and interleukin-1 (Batt et al., 1993) properties. As our ongoing research on antibacterial activities and tyrosinase inhibitory proeprties of aryl/heteroaryl chalcones, we have previously reported the crystal structures of (E)-1-(4-bromophenyl)-3-(3,4,5-trimethoxyphenyl)prop-2-en-1-one ), (E)-1-(2-thienyl)-3-(3,4,5-trimethoxyphenyl)prop-2-en-1-one (Suwunwong, Chantrapromma, Pakdeevanich & Fun, 2009 ) and (E)-1-(2-furyl)-3-(3,4,5-trimethoxyphenyl)prop-2-en-1-one (Fun et al., 2010) . In the course of this work, we have synthesized the title compound (I) in order to compare their antibacterial activities and tysosinase inhibitory properties.
However our experiment shows that (I) doesn't exhibit both antibacterial and tyrosinase inhibitory activities. Herein the crystal structure is reported.
There are three crystallographically independent molecules A, B and C in the asymmetric unit of (I) with differences in bond angles (Fig. 1) . The molecular structure of (I), C 18 H 19 NO 4 is twisted with the the dihedral angle between the C1-C6 and C10-C15 benzene rings being 12.22 (10)° in molecule A whereas it is 12.35 (10) and 15.40 (10)° in molecules B and C, respectively. The central prop-2-en-1-one bridge (C7-C9/O1) in molecule A is planar whereas in molecules B and C it is slightly twisted which can be indicated by the torsion angle O1-C7-C8-C9 = 1.4 (3), 7.6 (3) and -3.4 (3)° in molecules A, B and C, respectively. The mean plane through this bridge makes the dihedral angles of 11.02 (13) and 2.64 (12)° with the two adjacent C1-C6 and C10-C15 benzene rings, respectively, in molecule A, whereas the corresponding values are 18.78 (12) and 7.29 (12)° in molecule B, and 15.62 (3) and 3.19 (13)° in molecule C. The three methoxy groups of the 3,4,5-trimethoxyphenyl unit have two different orientations: the two methoxy groups at the meta-positions (at atom C12 and C14 positions) are co-planar with the attached benzene ring with torsion angles C16-O2-C12-C11 = -0.2 (3)° and C18-O4-C14-C13 = -177.75 (19)° whereas the third one at para-position (at atom C13) is out of plane with the torsion angle C17-O3-C13-C12 = 102.8 (2)°; the corresponding values are -8.1 (3), 173.43 (18) and 92.6 (3)° in molecule B; and -0.9 (3), -172.62 (16) and -106.7 (2)° in molecule C. In each molecule, an intramolecular N-H···O hydrogen bond (Table 1) generates an S(6) ring motif (Bernstein et al., 1995) . The bond distances agree with the literature values (Allen et al., 1987) and are comparable with the related structures (Fun et al., 2010; Suwunwong, Chantrapromma, Pakdeevanich & Fun, 2009 ).
In the crystal packing ( Fig. 2) , the molecules B are linked by intermolecular N-H···O hydrogen bonds (Table 1) into a zigzag chain along the c axis, while the molecules A and C are linked together via an N-H···O hydrogen bond into a dimer. Adjacent dimers are further connected by N-H···N hydrogen bonds (Table 1) into a three-dimensional network.
The crystal is stabilized by intermolecular N-H···O and N-H···N hydrogen bonds together weak C-H···O and C-H···π interactions ( Table 1) .
supplementary materials sup-2 Experimental
The title compound was synthesized by dissolving the 3,4,5-trimethoxybenzaldehyde 0.5 g (2.55 mmol) in ethanol (20 ml).
2-aminoacetophenone 0.31 ml (2.55 mmol) and 30% NaOH aqueous solution (5 ml) were then added. The mixture was stirred at room temperature for 2 hr. A yellow precipitate was formed and was then filtered, washed with distilled water and dried in vacuum. Yellow block-shaped single crystals of the title compound suitable for x-ray structure determination were recrystalized from ethanol by the slow evaporation of the solvent at room temperature after a week, Mp. 391-393 K.
Refinement
All H atoms were positioned geometrically and allowed to ride on their parent atoms, with d(N-H) = 0.84-0.93 Å, d(C-H) = 0.95 Å for aromatic and CH, and d(C-H) = 0.98 Å for CH 3 . The U iso values were constrained to be 1.5U eq of the carrier atom for methyl H atoms and 1.2U eq for the remaining H atoms. A rotating group model was used for the methyl groups.
The highest residual electron density peak is located at 0.84 Å from C5A and the deepest hole is located at 1.32 Å from C9C. 
Special details
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